 Terpenes comprise the most diverse collection of secondary metabolites and are the compounds that give wonderful aromas, tastes and pharmaceuticals.  Terpene hydrocarbon scaffolds are generated by the action of mechanistically intriguing family of mono-, sesqui-, and diterpene synthases collectively termed as 'Terpene synthases'.  Terpene synthases (TPS) promotes the Mg ++ dependent expulsion of the pyrophosphate group from the substrate leading to formation of carbocations which further go through cyclization to form various terpenes.
INTRODUCTION

CONCLUSION
This proteome wide search model paves the path to identify more terpene synthases genes in A. thaliana, as well as in other plant systems leading to better understanding of the unrevealed terpene biosynthetic pathways.
• Alignment of known orthologous terpene synthases from A. grandis (agr) & N. tobaccum (nto).
• Conserved domain and motif search in Prosite, Pfam, Interpro, Prodom, COG, TIGR databases.
• Retrieval of Arabidopsis proteome from SwissProtKB and NCBI Genbank databases.
• Position specific scoring matrix was constructed through MEME, MotifSampler, PossuMsearch tools.
• 
